Supplementary figure 3. Exclusion criteria for phosphopeptides used for calculating the pairwise normalization factor. For phosphopeptides quantified both in the non-enriched digests and TiO2-enriched samples (52 unique phosphopeptides), digest/TiO2 abundance ratios were calculated for each phosphopeptide after global centering normalization, and these ratios were normalized to one of the 15 biological samples. A maximum fold difference in the abundance ratios between the samples was calculated for each phosphopeptide and plotted in the figure. The dashed line indicates the selected cutoff for outliers, which corresponds to a boxplot analysis with whisker representing 1.5x interquartile range (maximum fold difference of 16.4). Three outliers are outside the figure scale and for peptides were excluded due to missing data for some samples.
